Zea mays (inbred A1 88).
Nuclear encoded; one of two maize cDNAs, corresponds to partia1 maize ACCase cDNA pA3 (Ashton et al., 1994) .
Method of Identification:
ACCase I antiserum recognizes hgtl 1 P-galactosidase-ACCase fusion proteins produced by clone 18-5 and others. Portions of clone 18-5 were used to identify a corresponding genomic clone, from which sequence RT-PCR 5' primers were designed that allowed amplification of the remaining 5' cDNA. Confirmation:
The predicted maize ACCase polypeptide sequence is highly identical with Brassica (X77576), alfalfa (L25042), and wheat (U10187) ACCases and is 99.5% identical with the C-terminal 1307 amino acids of maize inbred B73 ACCase (pA3; 224449) (CenBank accession Nos. in parentheses). Features of the cDNA Structure:
Reported cDNA sequence of 7470 nt includes a 6 9 7 5 4 coding region, a 459-nt 3' untranslated region, and 36 nt of the 5' untranslated region. A single mRNA of 8.3 kb was recognized by a cDNA probe (nt 3900-5932). A 221 5-nt genomic sequence corresponding to nt 1 to 931 contains four introns, at positions 240 (460 nt), 296 (480 nt), 663 (148 nt), and 872 (76 nt). Structural Features of Proteins:
The predicted polypeptide of 2325 amino acids contains a biotinylation site at position 806, within the conserved M K M motif (Toh et al., 1993) . Functional domains of the maize ACCase polypeptide are in the order biotin carboxylase, biotin carboxyl carrier protein, carboxyltransferase. Antibody:
Prepared to ACCase I PolvpeDtide (Enli et al., 1993) ; available.
reactions per oligonucleotide pair were sequenced in both directions by the dideoxy chain-termination method, using either Sequenase I1 (United States Biochemical) or ABI 373 (Applied Biosystems) protocols. No sequence differences were found in regions of clone overlaps.
The first Met codon in the cDNA (nt 37-39) was identified as the start codon based on its similarity to consensus initiation sequences (Lutcke et al., 1987; Kozak, 1989 ). An in-frame stop was found in the genomic sequence 6 nt upstream of the sequenced cDNA, and RT-PCR of this region suggested that it was also present in cDNA. The coding sequence 3' end was defined by a double stop after nt 7011. The translated coding sequence predicted a polypeptide of 2325 amino acids (257 kD), which was 79 to 81% identical with MF ACCases from alfalfa , wheat (Gornicki et al., 1994) , and a 158-amino acid predicted polypeptide of a rice expressed sequence tag (T. Sasaki, unpublished data; GenBank accession No. for ATP (maize amino acids 318-333), biotin (amino acids 799-811; biotin at 8061, acetyl-COA (amino acids 1952-1961) , and carboxybiotin (amino acids 1662-1711) were highly conserved among a11 MF ACCases.
